. Single cell RNA sequencing of mouse syngeneic tumors and comparison to flow cytometry. Related to Figure 1. (A) Percentage of cell types measured for samples that are enriched for CD45+ cells (sorted) or unenriched for any specific markers (unsorted) . For most tumor models, enriching for CD45+ cells does not appreciably change cell type percentages. (B) Percentage of cell types identified in a tumor is consistent across tumor models when measured by either scRNA-seq (x-axis) or flow cytometry (y-axis). (C, D) t-SNE coordinates of predicted macrophages (C) Macrophages are colored by tumor model from which the cell originated. The two colon cancer models (MC-38 and CT26) cluster together (D) Macrophages are colored by the mouse strain. Macrophages also appear to cluster by mouse strain, except for cells from the MC-38 model (compare with Figure S1C ) which cluster with the other colon cancer model (CT26). 
